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Prevalence of Cryptosporidiosis in Calves and Humans to
be in Contact Them in Tabriz Area in Iran
A. Hassanpour
Islamic Azad University of Tabriz, Tabriz, Iran (Islamic
Republic of)
Cryptosporidium species are frequently associated with
diarrhea among patients and dairy herds are a possible
source of some of these infections. The environmental distri-
bution Cryptosporidium spp. is dependent upon human and
animal sources. This study examined parasite prevalence in
calves and humans to be contact them in Tabriz area in Iran.
Fecal samples were collected from 482 calves and 86 humans
in the dairy farms. Cryptosporidium oocysts were identi-
ﬁed by using sheather’s concentration and the Ziehl-Neelsen
modiﬁed staining technique in 31 of 482 calves (6.43%) rang-
ing from less than 6months of age and 5 of 86 humans (5.81%)
ranging from less than 1 year of age to older than 52 years of
age. This study was achieved in 6 farms. Overall prevalence
of infection was 5.81%, but higher in calves 4—6 months of
age (7.13%) and this was statistically signiﬁcant (P < 0.05).
Both sexes of calves were infected with Cryptosporidium
parasites, but prevalence were higher in diarrheic than in
non-diarrheic calves. There was no association between
the detection of Cryptosporidium and other gastrointesti-
nal parasites. These results indicate that Cryptosporidium is
enzootic among calves, and suggest that calves could have
a role in zoonotic cryptosporidiosis.
doi:10.1016/j.ijid.2008.05.312
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Development of a Multi-Locus Sequence Typing Scheme
for Laribacter hongkongensis, A Novel Bacterium Asso-
ciated with Freshwater Fish-Borne Gastroenteritis and
Traveler’s Diarrhea, Revealed “Pathogenic” Strains
P.C.Y. Woo ∗, J.L.L. Teng, A.K.L. Tsang, H. Tse, V.Y.M. Tsang,
K.M. Chan, E.K.Y. Lee, J.K.H. Chan, S.S.L. Ma, D.M.W. Tam,
L.M.W. Chung, S.K.P. Lau, K.Y. Yuen
The University of Hong Kong, Hong Kong, China
Background: In 2001, we discovered Laribacter hongkon-
gensis, a novel genus and species, facultative anaerobic,
Gram-negative, motile, urease-positive, S-shaped rod that
belongs to the Neisseriaceae family. In a multi-centered
prospective study, we showed that L. hongkongensis was
associated with community-acquired gastroenteritis and
traveler’s diarrhea, with freshwater ﬁsh as the reservoir of
the bacterium. L. hongkongensis is globally distributed, as
travel histories from patients suggested that it is present in
at least four continents, including Asia, Europe, Africa and
Central America.
Methods: A multilocus sequence typing (MLST) system
was developed for L. hongkongensis. The system was used
to characterize 146 L. hongkongensis strains, including 39
human and 107 ﬁsh isolates. Fragments (362—504 bp) of
seven housekeeping genes were ampliﬁed and sequenced.
Results: Among the 3068 bp of the seven loci, 332 poly-
morphic sites were observed. The median number of alleles
at each locus was 34 [range 22 (ilvC) to 45 (thiC)]. All
seven genes showed very low dn/ds ratios of <0.04, indi-
cating that no strong positive selective pressure is present
at all seven loci. A total of 97 different sequence types
(STs) were assigned to the 146 isolates, with 80 STs identi-
ﬁed only once. The overall discriminatory power was 0.9861.
eBURST grouped the isolates into 12 lineages, with six groups
containing only ﬁsh isolates and three groups only human iso-
lates. Standardized index of association (ISA) measurement
showed signiﬁcant linkage disequilibrium in both human and
ﬁsh isolates, indicating a lack of evidence of recombination
in both populations. The ISA for the human and ﬁsh strains
were 0.270 and 0.636, indicating the ﬁsh strains were more
clonal than the human strains.
Conclusion: The clustering of ﬁsh and human isolates
into different groups observed in both pulsed ﬁeld gel elec-
trophoresis and MLST studies suggested that some clones of
L. hongkongensis could be more virulent than others.
doi:10.1016/j.ijid.2008.05.313
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Coxiella burnetii Endometritis and Metritis in Cows
S.P. Martinov
National Research Veterinary Medical Institute, Soﬁa, Bul-
garia
A purposeful study was carried out for the presence of C.
burnetii upon endometrites and metrites in cows from dairy
farms with reproductive disorders.
Serologically-CFT, MIFT were tested 1498 cows from 16
settlements in 4 districts. Speciﬁc C. burnetii antibodies
were detected in 335 (22,36%). In cases of acute and chronic
endometrites most frequently as a result of Q-rickettsial
miscarriage and retained placenta, the endometrial secre-
tions contained Coxiella in high concentration. The agent
was detected by light, immunoﬂuorescent and electron
microscopy. Three strains of C. burnetii were isolated
in chicken embryos/CE/from genital discharges of cows
affected by endometritis. The pathogen was isolated as well
from a fatal case of septic metritis by inoculating yolk sacs
of CE with suspensions of uterus tissues and separately from
spleen and liver of the cow.
The four strains in CE were adapted to cultivation in cell
line BHK-21 and the primary cell culture of chicken embry-
onal ﬁbroblasts. The results conﬁrm the etiological role of
C. burnetii in endometrites, metrites and reproductive dis-
orders in cattle.
doi:10.1016/j.ijid.2008.05.314
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Antimicrobial Susceptibility of Pathogenic Escherichia
coli Isolated from Diarrheic Cattle
M. Sueyoshi ∗, C. Lantican, R. Uemura, H. Nagatomo
Department of Veterinary Hygiene, University of Miyazaki,
Miyazaki, Japan
Pathogenic E. coli such as Shiga toxin-producing E.
coli (STEC) and Attaching and Effacing E. coli (AEEC)
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are commonly associated with neonatal diarrhea and
dysentery in calves. It is important to determine min-
imal inhibitory concentrations(MICs) for the treatment
of animals including human with E. coli infections. A
total of 160 strains from 158 diarrheic cattle(1 day
to 11 years old) were examined between April 1999
and December 2001 in Japan. The isolates were tested
about characteristic pathogenic genes (stx1, stx 2, and
eaeA) by polymerase chain reaction. Pathogenic E. coli
were tested in vitro for their susceptibility against 18
antimicrobial agents [ampicillin(ABPC), amoxicillin(AMPC),
penicillin G(PCG), gentamycin(GM), kanamycin(KM), ery-
thromycin(EM), tetracycline(TC), oxytetracycline(OTC),
chloramphenicol(CP), bicozamycin(BCM), fosfomycin(FOM),
sulfadimethoxine(SMT), oxolinic acid(OXA), nalidixic
acid(NA), enroﬂoxacin(EFLX), norﬂoxacin(NFLX), col-
istin(CL) and trimethoprim-sulfamethoxazole(TMP-S)] using
the guidelines of the Clinical and Laboratory Standards
Institute(CLSI). The results showed that the E. coli strains
at MIC90 were susceptible to EFLX and GM but were resistant
to EM, TC, OTC, CP, PCG, AMPC, ABPC and KM. In the case
of PCG, the ﬁrst peak is at the 16—32g/ml level which
is already considered a resistant value but another peak
was demonstrated at a much higher MIC (>512g/ml). The
results suggested that E. coli may be still continued to
develop stronger resistance.
doi:10.1016/j.ijid.2008.05.315
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Prevalence of Avian Inﬂuenza Virus Subtype H5n1 in
Waterfowl in West Java Province of Indonesia
R. Susanti 1,∗, R.D. Soejoedono2, I.G.N. Mahardika3, I.W.T.
Wibawan2
1 Faculty of Mathematic and Natural Science State Univer-
sity of Semarang, Semarang, Indonesia
2 Bogor Institute of Agriculture, Bogor Indonesia, Indonesia
3 Udayana University, Denpasar, Indonesia
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The source of avian inﬂuenza virus (AIV) subtype H5N1
transmission in poultry and human continuous to be unclear.
This research aimed to isolate AIV, primarily subtype H5N1,
from backyard waterfowls (ducks, muscovy ducks, geese) in
West Java. Cloacal swab sample was obtained from healthy
and unvaccinated backyard waterfowls from the districts of
Sukabumi and Bogor. Cloacal swab was propagated in nine
day old speciﬁc pathogen free (SPF) embryonated chicken
eggs. Allantoic ﬂuid was harvested at the 4th day of incuba-
tion and then tested for hemagglutination activity. Positive
allantoic ﬂuid was further tested for the present of AIV
subtype H5N1 using Reverse Transcriptase-Polymerase Chain
Reaction with standard primer pairs. Of the total 460 sam-
ples, 21 were positive VAI H5N1 (4.57%). Another 13 were
HxN1(2.83%), 3 were H5Nx (0.65%) and 8 were HxNx (1.74%)
subtypes. Of the total number (21 isolate) of AIV subtype
H5N1 isolated from backyard waterfowls in West Java, 17
isolate (6.49%) from Bogor Regency and 4 isolate (2.02%)
from Sukabumi Regency. The prevalence for each species
are 6.67%, 4.85% and 4.04% for goose, duck and muscovy
duck respectively. In Bogor regency, prevalence for goose
was 8.57%, duck 6,49% and muscovy duck 5.48%. In Suk-
abumi regency, prevelence for goose was 4.00%, muscovy
duck 3.33% and duck 1.40%. This ﬁnding indicate that back-
yard waterfowls seem to play an important role as the source
of AI of H5N1 subtype transmission to terrestrial poultry and
human.
doi:10.1016/j.ijid.2008.05.316
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Mechanism of Antimicrobial Resistance in Escherochia coli
and Salmonella from Food Animals in Thailand
P. Padungtod1,∗, C. Tribuddharat2, R. Chuanchuen3
1 Chiangmai University, Chiangmai, Thailand
2 Mahidol University, Bangkok, Thailand
3 Chulalongkorn University, Bangkok, Thailand
It has been shown that antimicrobial resistance can
be commonly found in foodborne bacteria. Spreading
of resistance genes via mobile genetic elements such
as integrons may be an important mechanism. Our
study was designed to investigate the presence of inte-
grons and resistance gene cassettes, and determine
the relationship between gene cassette and antimicro-
bial resistance in E. coli and Salmonella isolated from
chickens and pigs in Thailand. Resistance to ceftiofur,
chloraphenicol, enroﬂoxacin, erythromycin, gentamicin,
oxacillin, trimethoprim-sulfamethoxazole and tetracycline
were determined using disk diffusion technique. Detec-
tion of class I integrase genes (intl1), 3’conserved regions
and other resistance gene cassettes was conducted using
polymerase chain reaction and conﬁrmed with nucleotide
sequencing and restriction endonuclease analysis (REA).
Of the 292 E. coli isolates, 95% were resistant to more
than one antimicrobial agent. The proportion of E. coli with
resistance to erythromycin, oxacillin, sulfa-trimethoprim,
and tetracycline were 89%, 83%, 72% and 65%, respectively.
The intl1 gene was found in 35% of the E. coli. Of these
E.coli with intl1 gene, 38% had variable region size ranging
from 600—2,000 bp. Of the 196 Salmonella isolates, 100%
were resistant to more than one agent. The proportion of
Salmonella with resistance to oxacillin, erythromycin, tetra-
cycline and trimethoprim-sulfamethoxazole were 100%,
99%, 89% and 80%, respectively. The intl1 gene was found
in 95% of the Salmonella tested. Common resistance gene
were found in isolates from various sources.
Preliminary result indicated that integrons with resis-
tance gene cassettes were shared among E. coli and
Salmonella isolated from various sources of food animals in
Thailand. The possible mechanisms of resistance occurrence
and transmission among these bacteria, require further
investigation.
doi:10.1016/j.ijid.2008.05.317
